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Supplementary Figure 1. Summary of properties of the genome sequences examined in this study. 

A. Genome length (MB). B. Weighted completeness. C. Weighted redundancy. Summary of data: A. 

Min. = 1.44, 1st Qu. = 4.19, Median = 5.17, Mean = 5.33, 3rd Qu. = 6.57, Max. = 10.11. B. Min. = 

0.7077, 1st Qu. = 0.9814, Median = 0.9814, Mean = 0.9828, 3rd Qu. = 0.9918, Max. = 1.0000. C. 

Min. = 1.000, 1st Qu. = 1.012, Median = 1.026, Mean = 1.032, 3rd Qu. = 1.047, Max. = 1.619. The 

redundancy is reported as the fraction duplicated markers of all markers. In similar software, such as 

CheckM (Parks et al., 2015), this is reported as contamination by percentage. E.g. 1.026 is equivalent 

to 2.6% of contamination in CheckM. 
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Supplementary Figure 2. Core-proteome dendrogram constructed using the neighbor-joining 

method as described in Sant’Anna et al. (2017). The ortholog protein groups from genomes were 

defined using bidirectional best hits algorithm implemented in GET_HOMOLOGUES version 

26022020 (Contreras-Moreira and Vinuesa, 2013), using minimum BLAST searches. Clusters 

containing inparalogs were excluded. Each of the 209 single-copy proteins was aligned with 

MUSCLE (Edgar, 2004) and concatenated with Phyutility (Smith and Dunn, 2008). The dendrogram 

was built using the neighbor-joining (Saitou and Nei, 1987) method with the JJT (Jones–Taylor–

Thornton) substitution model (Jones et al., 1992). The rate variation among sites was modelled with a 

gamma distribution (shape parameter=5). The percentage of replicate trees in which the associated 

taxa clustered together was evaluated with a bootstrap test (1000 replicates). The analysis was 

conducted in MEGA X (Kumar et al., 2018). 
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